S4 Table: HBV Pol/RT mutations among treatment naive HBV infected patients in Africa from 12 studies published between 2007 and 2017.
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South Africa (n=37) Virol + 3/37 (8.1%)
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(n=72) PLoS One. * 1/72 (1.4%)
Mozambique & Zambia Wandeler et al 2016;
(n=168) PLoS One. + 1/168 (0.6%)
rtM2501/V
Mozambique & Zambia Wandeler et al 2016; 1/168 (0.6%
(n=168) PLoS One. * /168 (0.6%)
Kim et al 2011; J Viral
rtv207I Kenya (n=27) Hepat. + 1/27 (3.7%)
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rtQ215s Sudan (n=96) Infect Dis. * 2/96 (2.1%)
Kim et al 2011; J Viral
Kenya (n=27) Hepat. + 1/27 (3.7%)
t1233/V
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Sudan (n=96) Infect Dis. + 1/96 (1.0%)
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rtN236T ozambique & Zambia " 2/168 (1.2%)

(n=168)

PLoS One.




Henge et al 2014; PLoS

rtN238D Guinea-Bissau (n=94) One. + 1/94 (1.1%)
Mozambique & Zambia Wandeler et al 2016;
(n=168) | PLoS One. + 1/168 (0.6%)
_ Makondo et al 2012;
rtL180M+rtM204V South Africa (n=71) PLOS One. + 1/71 (1.4%)
Bivigou-Mboumba et al
Gabon (n=71) 2016; PLoS One. + 3/71 (4.2%)
i i Wandeler et al 2016;
rtV173L+rtL180M mfiggb'q“e & zambia PLoS One. 4 1/168 (0.6%)
rtV173L+rtL180M+rtM204V Cameroon (n=116) JMagoro etal 2016; virol | 2/116 (1.7%)
rtL180M-+rtT1845+rtM204V Cameroon (n=116) Tﬂagom etal 2016; virol | 1/116 (0.9%)
i i Wandeler et al 2016;
rtL180M-+rtS202G+rtM204V Mozambique & Zambia PLoS One. 4 1/168 (0.6%)

(n=168)

* We have reported mutations within a specified HBV gene as in the index studies. However, it is possible that mutations in the
polymerase gene could influence the sequence of more than one protein due to the overlapping reading frames (ORFs) in the

HBV genome.

a HIV status is designated ‘+’ whole cohort HIV-positive; ‘' some of cohort HIV-positive; ‘-'none of cohort HIV-positive




